Chemical rationale for selection of isolates for genome sequencing by Rank, Christian et al.
  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
  
General rights 
Copyright and moral rights for the publications made accessible in the public portal are retained by the authors and/or other copyright owners 
and it is a condition of accessing publications that users recognise and abide by the legal requirements associated with these rights. 
 
• Users may download and print one copy of any publication from the public portal for the purpose of private study or research. 
• You may not further distribute the material or use it for any profit-making activity or commercial gain 
• You may freely distribute the URL identifying the publication in the public portal  
 
If you believe that this document breaches copyright please contact us providing details, and we will remove access to the work immediately 
and investigate your claim. 
   
 
Downloaded from orbit.dtu.dk on: Dec 19, 2017
Chemical rationale for selection of isolates for genome sequencing
Rank, Christian; Larsen, Thomas Ostenfeld; Frisvad, Jens Christian
Publication date:
2011
Document Version
Early version, also known as pre-print
Link back to DTU Orbit
Citation (APA):
Rank, C., Larsen, T. O., & Frisvad, J. C. (2011). Chemical rationale for selection of isolates for genome
sequencing. Abstract from 26th Fungal Genetics Conference, Pacific Grove, CA, United States.
26th Fungal Genetics Conference, Asilomar, California, USA, 14/3-20/3 2011 
Poster (abstract) 
Christian Rank
Title  
, Thomas Ostenfeld Larsen, Jens Christian Frisvad. 
Chemical rationale for selection of isolates for genome sequencing 
 
Abstract 
The advances in gene sequencing will in the near future enable researchers to affordably acquire the full 
genomes of handpicked isolates. We here present a method to evaluate the chemical potential of an entire 
species and select representatives for genome sequencing. The selection criteria for new strains to be 
sequenced can be manifold, but for studying the functional phenotype, using a metabolome based 
approach offers a cheap and rapid assessment of critical strains to cover the chemical diversity.  
We have applied this methodology on the complex A. flavus/A. oryzae group. Though these two species are 
in principal identical, they represent two different phenotypes. This is clearly presented through a 
correspondence analysis of selected extrolites, in which the subtle chemical differences are visually 
dispersed. The results points to a handful of strains, which, if sequenced, will likely enhance our knowledge 
of the chemical potential of A. flavus/A. oryzae. 
